Polymorphism of Isfahan native chickens were evaluated using ten microsatellite markers. Nine microsatellite loci were found to be polymorphic, but one of them was monomorph (MCW0216). All microsatellite loci deviate from the Hardy-Weinberg equilibrium. Heterozygosity and the Polymorphism Information Content (PIC) were calculated to determine the genetic variation. Of the nine polymorphism loci, actual and effective number of alleles (n , n ) per locus ranged from 2 to 5 and 2 to 3.9014, respectively. PIC a e has values between 0.3750 to 0.6972 per locus (except monomorphic locus) and average of polymorphism information content based on 10 microsatellite was estimated as 0.4897 for this population. The average of heterozygosity exclusive of monomorphic locus ranged from 0.5 to 0.7437 per locus and by attention of monomorphic locus was 0.5613 per population. In general, it can be concluded that Isfahan native chickens population has approximately low genetic diversity. Therefore designing breeding project needs attention to conserving the genetic diversity, so the genetic resources will be conserved as world's national investments.
Introduction
Animal genetic resources are a resource for future food production and environmental and socio-economic stability. Major changes in production systems, caused by the world's growing population and demand for animal products, are to be expected (Blackburn et al., 1998) . Accurate determination of the genetic variations within animal species is a fundamental step towards conservation of the animal genetic resources (Msoffe et al., 2005) . Recent advances in molecular technology have provided new opportunities to assess genetic variability at the DNA level (Hillel et al., 2003) . Among the DNA methods, micro satellite DNA marker has been the most widely used, due to its easy use by simple PCR, followed by a denaturing gel electrophoresis for allele size determination and to the high degree of information provided by its large number of alleles per locus (Vignal et al., 2002) . In this study, we describe micro satellite polymorphisms of Isfahan native chickens population. From the genotyped data, the measure of genetic variability (polymorphism) was estimated.
Materials and Methods

Sample size and sample collection:
A total of 150 chicken bloods were collected from the Isfahan native chickens population.
DNA isolation, PCR protocol and electrophoresis:
DNA was extracted using an optimized salting out extraction method (Miller, 1988 ) that guarantees long term stability of DNA samples. DNA as quantified spectrophotometrically and the concentration was adjusted to 50 ng µLG . Ten micro satellite markers were chosen 1 from the public FAO's guidelines (6) (http://dad.fao.org./ refer / library / guidline / marker . pdf, 2004) (MCW248, MCW295, MCW14, ADL268, ADL278, LEI166) and three markers selected from the recent studies (Hillel et al., 2003; Crooijmans et al., 1997) (4.5-6.5 µm). Sterilized distilled water was variable and it was estimated based on decrease of PCR mixture volume. An initial denaturation step at 94°C, was followed by 25 to 35 cycles at 94°C for 30s, appropriate annealing temperature (55-65°C) for 45s, extention at 72°C for 1': 30'' and finally a 2 min extention at 72°C. LEI0166 amplified with touch down PCR. In this program the annealing temperature of the reaction is decreased 1°C every one cycle from 65°C to a touch down at 60°C, at which temperature 17 cycles are carried out. Minature tubes containing amplified PCR-Products were carefully opened and equal volume of loading dye added to each tube. Each DNA sample was run through all the 10 primer pairs. 10 µL of the sample were allowed to run on % 8 denatured polyacrylamide gel and were stained by silver staining method. The stained gels were scanned and genotype data were determined Popgene (Yeh et al., 1999) and PIC value (Ott et al., 1988 (Ott et al., -2001 softwares. Data analysis: Popgene software was used to estimate explantations for the deviations. In this population the observed and expected heterozygosity (Yeh et al., 1999) . Expected theoretical heterozygosity from the Hardy-Weinberg assumptions was calculated using the formula (Hedrick, 1999) .
Where: P as ith allele frequency. i Effective number of alleles (n ) was calculated using the e formula (Hedrick, 1999) .
Where: P as ith allele frequency i So Polymorphism Information Content (PIC) was estimated using allele frequencies in each polymorphic micro satellite locus, using the formula (Olowofeso et al., 2005) .
Where:P and p are frequencies of corresponding i j alleles.
Results and Discussion
The Hardy-Weinberg Equilibrium (HWE) test showed that all loci deviated from HWE. There are several selection and migration were the important reasons for this deviation. It is possible that such deviation may result the presence of null alleles and wrong genotyping (Vanhala et al., 1998) . But in this study, no homozygous null individuals were found. Among 10 micro satellite loci, only MCW0216 was monomorph and the other loci demonstrates their utility as informative molecular markers for native chickens. Number of alleles, PIC values, shanon index and average of heterozygosity for each locus were depicted in Table 2 . It was found that a comparing heterozygosity with PIC, all PIC values were less than their related heterozygosity. The relation between PIC and heterozygosity is not direct but they are closely related. The obtained results from (Olowofeso et al., 2005; Vignal, K. Wimmers and S. Weigend, 2003. Vanhala et al., 1998) 
